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Table 1 supplementary. Position for GPI  

 name pos % Protein sequence 

IGLON5- 

ANOLIS 
308 

100 

 

MSCPLLLGALLCRMGMLALHQGLLVRGVDFNQPADNYTVCQGDNATLSCYIDQQVTRVAWLNRSNIL

YAGNDKWSIDSRVELLTYTPSEFSIMITHVDVYDEGLYTCSFQTQDKPHTSQVYLIVHVPARIVNISSAVT

VNEGSNVNLLCLAMGKPEPTVTWRQLKDGFTSEGEFLEITEINRQQAGEYECITANGVSTPDSKRVLITV

NYPPTITDVKDSRPMMGKTALLRCEAMAVPPAEFQWFKDDKQLVGGLDGLQIQNERTRSILLFPNVTTR

HYGNYTCLASNNLGSFNVSLRLIRPGSLENMAAASMASPLFLGLLSSAFVTLLFRI 

IGLON5-

FROG 
308 100 

MKAPLQRVSLASLGIVMLAQVLFVQCTEFVPPADNYTVSQGDNATLSCLIDDKVTRVAWLNRSNILYA

GKDKWSIDSRVQLLTNTKSEYSIVITHVDVADEGLYTCSFQTEDKPHTSQVYLIVQVPAKIVNISSSVTV

NEGSNVNLQCLAVGKPEPTITWQQLSEGFSSEGELLEITEINRQQAGDYECVTSNGVSVPDTKKVQITVN

YPPYITDVKNAQSPVGRPATLRCKAMAVPPAEFEWYKDEKRRLISGTEGLSIKTESSWSVIVFSNVTSRH

YGNYTCLASNKLGSFNSSLRLLKPGDPLNQGATHMVSPLLLGLLSSTLIPLLRTV 

IGLON5-

GORILLA 
295 100 

MPPPAPGARLRLLAAAALAGLAVISRGLLSQSLEFNSPADNYTVCEGDNATLSCFIDEHVTRVAWLNRS

NILYAGNDRWTSDPRVRLLINTPEEFSILITEVGLGDEGLYTCSFQTRHQPYTTQVYLIVHVPARIVNISSP

VTVNEGGNVNLLCLAVGRPEPTVTWRQLRDGFTSEGEILEISDIQRGQAGEYECVTHNGVNSAPDSRRV

LVTVNYPPTITDVTSARTALGRAALLRCEAMAVPPADFQWYKDDRLLSSGTAEGLKVQTERTRSMLLF

ANVSARHYGNYTCRPGSLENSAPRPPGLLALLSALGWLWWRM 

IGLON5-
HUMAN 

311 100 

MPPPAPGARLRLLAAAALAGLAVISRGLLSQSLEFNSPADNYTVCEGDNATLSCFIDEHVTRVAWLNRS

NILYAGNDRWTSDPRVRLLINTPEEFSILITEVGLGDEGLYTCSFQTRHQPYTTQVYLIVHVPARIVNISSP

VTVNEGGNVNLLCLAVGRPEPTVTWRQLRDGFTSEGEILEISDIQRGQAGEYECVTHNGVNSAPDSRRV

LVTVNYPPTITDVTSARTALGRAALLRCEAMAVPPADFQWYKDDRLLSSGTAEGLKVQTERTRSMLLF

ANVSARHYGNYTCRAANRLGASSASMRLLRPGSLENSAPRPPGLLALLSALGWLWWRM 

LACHSEIN-
DROS 

335 100 

MWRPSISNCVWSTLLLAIFVQQTLAQRTPTISYITQEQIKDIGGTVEFDCSVQYAKEYNVLFLKTDSDPVF

LSTGSTLVIKDSRFSLRYDPNSSTYKLQIKDIQETDAGTYTCQVVISTVHKVSAEVKLSVRRPPVISDNST

QSVVASEGSEVQMECYASGYPTPTITWRRENNAILPTDSATYVGNTLRIKSVKKEDRGTYYCVADNGV

SKGDRRNINVEVEFAPVITVPRPRLGQALQYDMDLECHIEAYPPPAIVWTKDDIQLANNQHYSISHFATA

DEYTDSTLRVITVEKRQYGDYVCKATNRFGEAEARVNLFETIIPVCPPACGQAYIAGAEDVSATSFALVG

ILAALLFAR 

LSAMP-

GALLUS 
313 100 

MVARAQPDRKQLPLVLLRLLCLLPTGLPVRSVDFTRGTDNITVRQGDTAILRCFVEDRSSKVAWLNRSG

IIFAGEDKWSLDPRVELEKRSPLEYSLRIQKVDVYDEGSYTCSVQTQHHPKTSQVYLIVQVPPKISNISSDI

TVNEGSNVTLVCMANGRPEPVITWRHLTPTGKEFEGEEEYLEILGITREQSGKYECKAANEVASADVKQ

VRVTVNYPPTITESKSNEAATGRQALLRCEASAVPTPDFEWYRDDTRINSANGLEIKSTGSQSLLMVAN

VTEEHYGNYTCVAANKLGVTNASLYLYRPGTGRVDNGSVSLAVPLWLLAASLLCLLSKC 

LSAMP-

GORILLA 
330 100 

MVRRVQPDRKQLPLVLLRLLCLLPTGLPVRSVDFNRGTDNITVRQGDTAILRCVVEDKNSKVAWLNRS

GIIFAGHDKWSLDPRVELEKRHSLEYSLRIQKVDVYDEGSYTCSVQTQHEPKTSQVYLIVQVPPKISNISS

DVTVNEGSNVTLVCMANGRPEPVITWRHLTPTGREFEGEEEYLEILGITREQSGKYECKAANEVSSADV

KQVKVTVNYPPTITESKSNEATTGRQASLKCEASAVPAPDFEWYRDDTRINSANGLEIKSTEGQSSLTVT

NVTEEHYGNYTCVAANKLGVTNASLVLFKRVLPTIPHPIQEIGTTVHFKQKGPGSVRGINGSISLAVPLW

LLAASLLCLLSKC 

LSAMP-

RATTUS 
330 100 

MVGRVQPDRKQLPLVLLRLLCLLPTGLPVRSVDFNRGTDNITVRQGDTAILRCVVEDKNSKVAWLNRS

GIIFAGHDKWSLDPRVELEKRHALEYSLRIQKVDVYDEGSYTCSVQTQHEPKTSQVYLIVQVPPKISNISS

DVTVNEGSNVTLVCMANGRPEPVITWRHLTPLGREFEGEEEYLEILGITREQSGKYECKAANEVSSADV

KQVKVTVNYPPTITESKSNEATTGRQASLKCEASAVPAPDFEWYRDDTRINSANGLEIKSTEGQSSLTVT

NVTEEHYGNYTCVAANKLGVTNASLVLFKRVLPTVPHPIQEIGTTVHFKQKGPGSVRGINGSISLAVPL

WLLAASLFCLLSKC 

LSAMP-

FROG 
341 100 

MVGRSQADRNQLPLLLLRLLCLLPTGLPVRSGDFNRSTDNITVRQGDTAILRCFVEDRSSRVAWLNRSGI

IFAGDDKWSLDPRVELEKRSLLEYSLRIQKVDVSDEGPYTCSVQTKQHTKTTQVYLIVQVPPKISNISADI

TVNEGSNVTLMCIAYGRPEPMITWRHLTPTAGTSPARDFEGEEEFLEIQGITREQSGRYECKAANEVASA

DVKQVRVTVNYPPIITESKSNEATTGKQAILRCEASAVPAPDFEWYKDDTRINSAQGLEIRNTGSRSVLM

VANVTEEHYGNYTCVAANKLGITNTSLYLYKRVSPTKPMSASERGSNVHYQYKGPGTPIDSATSLAASL

WLMANLLFCLFCTC 

NEGR1-
MUS 

301 100 

MVLLAQGACCSNQWLAAVLLSLCSCLPAGQSVDFPWAAVDNMLVRKGDTAVLRCYLEDGASKGAW

LNRSSIIFAGGDKWSVDPRVSISTLNKRDYSLQIQNVDVTDDGPYTCSVQTQHTPRTMQVHLTVQVPPKI

YDISNDMTINEGTNVTLTCLATGKPEPVISWRHISPSAKPFENGQYLDIYGITRDQAGEYECSAENDVSFP
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DVKKVRVIVNFAPTIQEIKSGTVTPGRSGLIRCEGAGVPPPAFEWYKGEKRLFNGQQGIIIQNFSTRSILTV

TNVTQEHFGNYTCVAANKLGTTNASLPLNQSSIPWQVFFMLKVSFLLVCIL 

NTM-

CIONA 
336 100 

MKWELLFGICVTVFVLHTVNANFIAPLKNKTVTQGEDIVISCKISAGASYVKRSWTHKSTVIFANGNKLP

KDPRITLLSNEHNEYTMQVKNVNTNDEGFYTCSLYLNLTYKSTMHLTVNVPPQLTDVSEDKTVDEHDQ

VILRCIAFGKPQPRITWRHLVPSADGVRATSKFLPLGSVKRGSAGIYECTADNGVSSPVTRSIRLSVNYPP

EIDETLSPTTVLAPKGQTFYIECVTSGFPDPTFQWIMPDGKTFKKQFSNERFNVLTTKEGINTISKFYFSPL

QLSDYGNYTCIASNQMGRVNTTIALSRKIVPPTRPPPGDLFNRKWTGDGKGGRNNSPLAKTLLSNHILIV

IVTSVLAFLL 

NTM-
RATTUS 

344 100 

MGVCGYLFLPWKCLVVVSLRLLFLVPTGVPVRSGDATFPKAMDNVTVRQGESATLRCTIDNRVTRVA

WLNRSTILYAGNDKWCLDPRVVLLSNTQTQYSIEIQNVDVYDEGPYTCSVQTDNHPKTSRVHLIVQVSP

KIVEISSDISINEGNNISLTCIATGRPEPTVTWRHISPKAVGFVSEDEYLEIQGITREQSGEYECSASNDVAA

PVVRRVKVTVNYPPYISEAKGTGVPVGQKGTLQCEASAVPSAEFQWFKDDKRLVEGKKGVKVENRPFL

SRLTFFNVSEHDYGNYTCVASNKLGHTNASIMLFELNEPTSSTLLQEVKTTALTPWKGPGAVSEVNNGT

SRRAGCIWLLPLLVLHLLLKF 

OPCML-
GALLUS 

312 100 

MYHPACWIVFTATTALLFIPGVPVRSGDATFPKAMDNVTVRQGESATLRCTVDDRVRRVAWLNRSTIL

YAGNDKWSIDNRVVILSNTKTQYSIKIHNVDVYDEGPYTCSVQTDNHPKTSRVHLIVQVPPQIVNISSDIT

VNEGSSVTLMCLAFGRPEPTVTWRHLSGKGQGFVSEDEYLEITGITREQSGEYECSAVNDVAVPDVRKV

KVTVNYPPYISNAKNTGASVGQKGILQCEASAVPVAEFQWFKEDTRLANGLEGVRIESKGRLSTLTFFN

VSEKDYGNYTCVATNKLGNTNASIILYGPGAVHDSGNAASRAAAGLCLWATLLARLLLDF 

CEPU1-
ANOLIS 

482 
99.
9 

MFLVLHLGTDGHDDLANVDMSYGPLRLAKGSTLPSLEPISSSTGQHLVDADDMEVMEAIRMWKPSLPQ

LFTMNGQILTSVIFTMNVSWSGEKFREEVADSLCLSAFAASFQSKGGIRPESKPSPFLLLTALWRGKRCL

LEGKARLWTGGGEEEGEEGGEEHPSADLEHEWTSGEDAHPALLGRLGRDGLRLPLPRCIVDNRVTRVA

WLNRSSILYAGNDKWCLDPRVELIANTKTHYAIRINDVDVYDEGPYTCSVQTDNHPKTSRVHLIVQVPP

KIVEISSDISINEGGNVSLTCIATGRPDPTITWRHISPKAVGFLSEDEYLEITGITREQSGEYECSASNDVAT

PVVRRVKVTVNYPPYISDTKNTGVPVGQKGILQCEASAVPSAEFQWYKDDKRLTEGQKGLKVENKAFF

SRLTFFNVSEQDYGNYTCVAYNQLGNTNASIILYEISEPTSSTLFQETTAVQTPWKGPGAVHDGNSGGSR

RAVCVWLLPFLLLHLLLKF 

IGLON5-

DANIO 
307 

99.

9 

MSCAMLRHALALLLALLWKGPSGAQAAEFGHLPDNITVLEGESVVLRCKIDEEVTHKAWLNRSNILFT

GTDKWSLDSRVSLENNNNSDFSIRIERVMVADEGPYTCSFQARNKPRTAHVYLIVQVPARIVNISQDKSV

NEGEDVNLFCLAVGRPEPTITWKDFKYGLLNEGEFLEITEIKRHQAEDFECITNNGVAPPDTRKVKVTVN

YPPIITDVKNMPAQVGKTAILRCEAMAVPTASFEWYRDDRRPVESDNTLKIKNEKTRSLLLFTNVTEKH

FGNYTCFASNRLGASNASMLLFRPGAVYGGAASLNGRLSGVGLWFCLSISVLMKV 

IGLON5-

MUS 
314 

99.

9 

MPPPAPGARLRLLAAAALAGLAVISRGLLSQSLEFSSPADNYTVCEGDNATLSCFIDEHVTRVAWLNRS

NILYAGNDRWTSDPRVRLLINTPEEFSILITQVGLGDEGLYTCSFQTRHQPYTTQVYLIVHVPARIVNISSP

VAVNEGGNVNLLCLAVGRPEPTVTWRQLRDGFTSEGEILEISDIQRGQAGEYECVTHNGVNSAPDSRRV

LVTVNYPPTITDVTSARTALGRAALLRCEAMAVPPADFQWYKDDRLLSSGSAEGLKVQTERTRSMLLF

ANVSARHYGNYTCRAANRLGASSASMRLLRPGSLENSAPRPPGPLTLLSALSWLWWRM 

LSAMP-

ANOLIS 
287 

99.

9 

MEKIPKISSFILCRCFIEDKSSKVAWLNRSGIIFAGQDKWSLDPRVELQQLSLLEYSLRIQKVDVYDEGSY

TCSVQTLHHPKTSQVYLIVQVPPKISNISSDVTVNEGSNVTLVCMANGRPEPVITWRHLTPTGREFEGEE

EFLEILGITREQSGKYECKAANEVSTADVKQVRVTVNYPPTITESKSNESATGRPVSLKCAASAVPTPDF

EWYRDDARINNANGLEIRSTGSQSFLTVANVTEEHYGNYTCVATNKLGITNASLFLYKKILPTLPNPFPG

PGTGMAGNGSMCLAVPLWLLAASLLCLLSKC 

LSAMP-
DANIO 

308 
99.
9 

MSCLWIHSVFIPGFFLLFGFEGFPVISVESQRSTDNITIRQGDTTVIRCYVDDKVSKVAWLNRSNIIFAGED

KWSLDPRVELVTQGQLEYSLRIQKVDVFDEGPYTCSIQTKQQSKTSQVYLIVQVPAIIYKVSEDITVNEG

SNVALTCLANGRPDPAITWRLLNPSAEALDVGEYLEISGVVRSQAGRYECKASNDVSTPDVKYVNVVV

NYPPYIKDVRSSETAVGQAGVLHCEASAVPQPEFEWYRDERRLSSSQSLTIQVSGSRTVLVVANVTEED

YGNYTCVATNRLGVHNASVFLYKPGMGRDINSAGCICQSLWLLLLCVSSALLQC 

NEGR1-
DANIO 

331 
99.
9 

MDIMIAVQDACVSGQWLTAIILSLCCFLPSCLPAGQTVDYTTSSESVVSRQGDTALLRCYLLDGISKGA

WLNRSSIIYAGNDKWSGDPRVSIVSNVGDKHEYSLQIQKVDVTDEGVYTCSIQSERNLHPKLIQLIVKVP

PKIYDISSDITVNEGSNVSLICAASGKPEPKISWRHISPSARKYESGEYLNITGISRDQAGDYECGAENDIA

SPDTKTVRVTVNFPPAIHEMKSHGVRPGQVALLRCEAAAVPSPVFEWYKGEKRINMGQGIVINNLSSRS

VLTVKNMTQDRYGNYTCVAVNRLGTANASVPLNPIIEPTTTSAVSSPASNPAMYGSTGGAEVLLACWY

LILALSSLVTVY 

NEGR1-
RATTUS 

325 
99.
9 

MVLLAQGACCSNQWLAAVLLSLCSCLPAGQSVDFPWAAVDNMLVRKGDTAVLRCYLEDGASKGAW

LNRSSIIFAGGDKWSVDPRVSISTLNKRDYSLQIQNVDVTDDGPYTCSVQTQHTPRTMQVHLTVQVPPKI

YDISNDMTINEGTNVTLTCLATGKPEPAISWRHISPSAKPFENGQYLDIYGITRDQAGEYECSAENDVSFP

DVKKVRVVVNFAPTIQEIKSGTVTPGRSGLIRCEGAGVPPPAFEWYKGEKRLFNGQQGIIIQNFSTRSILT
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VTNVTQEHFGNYTCVAANKLGTTNASLPLNPPSTAQYGITGSACDLFSCWSLALTLSSVISIFYLKNAILQ 

NTM-

HUMAN 
344 

99.

9 

MKTIQPKMHNSISWAIFTGLAALCLFQGVPVRSGDATFPKAMDNVTVRQGESATLRCTIDNRVTRVAW

LNRSTILYAGNDKWCLDPRVVLLSNTQTQYSIEIQNVDVYDEGPYTCSVQTDNHPKTSRVHLIVQVSPKI

VEISSDISINEGNNISLTCIATGRPEPTVTWRHISPKAVGFVSEDEYLEIQGITREQSGDYECSASNDVAAP

VVRRVKVTVNYPPYISEAKGTGVPVGQKGTLQCEASAVPSAEFQWYKDDKRLIEGKKGVKVENRPFLS

KLIFFNVSEHDYGNYTCVASNKLGHTNASIMLFELNEPTSSTLLQEVKTTALTPWKGPGAVSEVSNGTS

RRAGCVWLLPLLVLHLLLKF 

NTM-MUS 344 
99.
9 

MKTIQAKMHNSISWAIFTGLAALCLFQGVPVRSGDATFPKAMDNVTVRQGESATLRCTIDNRVTRVAW

LNRSTILYAGNDKWCLDPRVVLLSNTQTQYSIEIQNVDVYDEGPYTCSVQTDNHPKTSRVHLIVQVSPKI

VEISSDISINEGNNISLTCIATGRPEPTVTWRHISPKAVGFVSEDEYLEIQGITREQSGEYECSASNDVAAPV

VRRVKVTVNYPPYISEAKGTGVPVGQKGTLQCEASAVPSAEFQWFKDDKRLVEGKKGVKVENRPFLSK

LTFFNVSEHDYGNYTCVASNKLGHTNASIMLFELNEPTSSTLLQEVKTTALTPWKGPGAVSEVNNGTSR

RAGCIWLLPLLVLHLLLKF 

NTM-FROG 345 
99.
9 

MDMQLQARMLHSVPWVIFSGMAVLCLLQGVPVRSGDAGFPKAMDNVTVRQGDSAILRCTVDNRVTR

VAWLNRSTILYTGNDKWSIDPRVVLLANTKSQYSIEIQNVDIYDEGPYTCSVQTDNHPKTSRVHLIVQVP

PRIVDISSSIAVNEGSNVSLICIANGRPEPVVNWRYLSPKARGFVSEDEYLEITGITREQSGIYECSASNDVS

APDVRRVKLTVNYPPYILDAQNIGAPLGHRGILQCEASAVPAADFFWYKEDKRLSDSWRGVKVENRETI

SRVTFLNVSEQDYGNYTCMAKNLLGHSNASIILFELFQSTSSPLLQEESTAALTPLKGPGAVHDGNSGST

QCSFCAPLLILLLLLPFSLLLPPAQF 

OPCML-
DANIO 

291 
99.
9 

MGVPARSGDSYLKDNITVRQGDSAVLKCSVDNKVSRVAWLNRTTILFTGNEKWSLDPRVVLLNTAVN

EYSIKILNVNLYDEGPYVCSILTNKKPESTKVHLIVQVPARIVNVSTDVSVNEGSNVSLMCLAIGRPEPSIL

WKFRSSKGNRIVTEGEYVEMTGITKDMSGSYDCITSNDISPPDVRTVQVTVNYPPVISRARSTGTAVGQK

GVLWCEASAVPLADFQWFKGERRILNGFNGVKIENKGKQSMLTFFNVSEEDYGNYTCVAINTLGITNAS

IILYGPGAIHDVNNAALSPTCSLLLLTLLLTLSLLSKF 

OPCML-

FROG 
317 

99.

9 

MRGVPAAAHLYHHVCWMFGAALTVLLSITGVPVRSGDAGFPKAMDNVTVRQGDSAILRCTVDNRVTR

VAWLNRSTILYTGNDKWSIDPRVVLLANTKSQYSIEIQNVDIYDEGPYTCSVQTDNHPKTSRVHLIVQV

APQILNISSDITVNEGSTVALRCLATGRPEPAVTWRHFTGKSHRFVSDDEYLEITGITRDQSGQYECSAAN

DVSAPDIRKVRVTVNYPPYISDTRNTGASLGQKGILRCSASAVPLAEFQWYREETRLANGLDGVRIENK

DHMSILTFFNVSEKDYGNYTCVASNKLGNSNASVILYAGPGAIHNRSSSASAAIAATCLWCSILYSLTTF 

OPCML-

GORILLA  
331 

99.

9 

MGVCGYLFLPWKCLVVVSLRLLFLVPTGVPVRSGDATFPKAMDNVTVRQGESATLRCTIDDRVTRVA

WLNRSTILYAGNDKWSIDPRVIILVNTPTQYSIMIQNVDVYDEGPYTCSVQTDNHPKTSRVHLIVQVPPQ

IMNISSDITVNEGSSVTLLCLAIGRPEPTVTWRHLSVKEGQGFVSEDEYLEISDIKRDQSGEYECSALNDV

AAPDVRKVKITVNYPPYISKAKNTGVSVGQKGILSCEASAVPMAEFQWFKEETRLATGLDGMRIENKG

RMSTLTFFNVSEKDYGNYTCVATNKLGNTNASITLYEISPSSAVAGPGAVIDGVNSASRALACLWLSGT

LLAHFFIKF 

OPCML-

HUMAN 
331 

99.

9 

MGVCGYLFLPWKCLVVVSLRLLFLVPTGVPVRSGDATFPKAMDNVTVRQGESATLRCTIDDRVTRVA

WLNRSTILYAGNDKWSIDPRVIILVNTPTQYSIMIQNVDVYDEGPYTCSVQTDNHPKTSRVHLIVQVPPQ

IMNISSDITVNEGSSVTLLCLAIGRPEPTVTWRHLSVKEGQGFVSEDEYLEISDIKRDQSGEYECSALNDV

AAPDVRKVKITVNYPPYISKAKNTGVSVGQKGILSCEASAVPMAEFQWFKEETRLATGLDGMRIENKG

RMSTLTFFNVSEKDYGNYTCVATNKLGNTNASITLYEISPSSAVAGPGAVIDGVNSASRALACLWLSGT

LLAHFFIKF 

IGLON5-
RATTUS 

310 
99.
6 

IECLSQLALPQLSRLSNPLPSAGLLSQSLEFSSPADNYTVCEGDNATLSCFIDEHVTRVAWLNRSNILYAG

NDRWTSDPRVRLLINTPEEFSILITQVGLGDEGLYTCSFQTRHQPYTTQVYLIVHVPARIVNISSPVAVNE

GGNVNLLCLAVGRPEPTVTWRQLRDGFTSEGEILEISDIQRGQAGEYECVTHNGVNSAPDSRRVLVTVN

YPPTITDVTSARTALGRAALLRCEAMAVPPADFQWYKDDRLLSSGSAEGLKVQTERTRSMLLFANVSA

RHYGNYTCRAANRLGASSASMRLLRPGSLENSAPRPPGPLTLLSALSWLWWRM 

NTM-

GORILLA 
280 

99.

6 

MDNVTVRQGESATLRCTIDNRVTRVAWLNRSTILYAGNDKWCLDPRVVLLSNTQTQYSIEIQNVDVYD

EGPYTCSVQTDNHPKTSRVHLIVQVSPKIVEISSDISINEGNNISLTCIATGRPEPTVTWRHISPKAVGFVSE

DEYLEIQGITREQSGDYECSASNDVAAPVVRRVKVTVNYPPYISEAKGTGVPVGQKGTLQCEASAVPSA

EFQWYKDDKRLIEGKKGVKVENRPFLSKLIFFNVSEHDYGNYTCVASNKLGHTNASIMLFGPGAVSEVS

NSTSRRAGCVWLLPLLVLHLLLKF 

NEGR1-
GALLUS 

329 
99.
5 

MVPLVRGAGGSHQWLAAVLLGLCCLLPAGRLAAPGGDFPGAAADSLVVRKGDTAVLRCYLEDGASK

GAWLNRSSIIFAGSDKWSVDPRVSIATANRREYSLQIQDVDVTDDGPYTCSVQTQHTPRTMQVHLTVQ

VSPKIFRISSDIVVNEGSNVTLVCLATGKPEPSISWRHISPSAKPFESGQYLDIYGITRDQAGEYECSAEND

VSVPDVKKVKVTVNFAPTIQELKSSGVMLGGNGLIRCEGAGVPAPVFEWYRGERKLISGQQGITIKNYS

TRSLLTVTNVTEEHFGNYTCVAANKLGMTNASLPLNPPSTAQYGITGDAEVLFSCWYLVLTLSSLTSIFY

LKNIILH 
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OPCML-

RATTUS 
322 

99.

4 

MGVCGYLFLPWKCLVVVSLRLLFLVPTGVPVRSGDATFPKAMDNVTVRQGESATLRCTIDDRVTRVA

WLNRSTILYAGNDKWSIDPRVIILVNTPTQYSIMIQNVDVYDEGPYTCSVQTDNHPKTSRVHLIVQVPPQ

IMNISSDITVNEISSVTLLCLAIGRPEPTVTWRHLSVKEGQGFVSEDEYLEISDIKRDQSGEYECSALNDVA

APDVRKVKITVNYPPYISKAKNTGVSVGQKGILSCEASAVPMAEFQWFKEDTRLATGLDGVRIENKGRI

STLTFFNVSEKDYGNYTCVATNKLGNTNASITLYGPGAVIDGVNSASRALACLWLSGTFFAHFFIKF 

NTM-

GALLUS 
330 

99.

2 

MAQAKMQHPVSWVIFAGMAALLLFQGVPVRSGDATFPKAMDNVTVRQGESATLRCSVDNRVTRVAW

LNRSSILYAGNDKWCLDPRVVLLANTKTQYSIQIHDVDVYDEGPYTCSVQTDNHPKTSRVHLIVQVSPK

ITETSSDISINEGGNVSLTCIATGRPDPTITWRHISPKAVGFISEDEYLEITGITREQSGEYECSASNDVAAP

VVQRVKVTVNYPPYISDAKSTGVPVGQKGILMCEASAVPSADFQWYKDDKRLAEGQKGLKVENKAFF

SRLTFFNVSEQDYGNYTCVASNQLGNTNASMILYEETTTALTPWKGPGAVHDGNSGAWRRGSCAWLL

ALPLAQLARQF 

NEGR1-
FROG 

357 
99.
1 

MDMMMLVQGAACCSNQWLAAVILSLCCLLPSCLPAGQSMDFQWPAVDNLVVRQGETAMLRCFLEEG

ASKGAWLNRSSIIFAGGDKWSVDPRVSIATSSKQEYSLRIQKVDVSDDGPYTCSVQTEHSPRTLQVHLTV

HVSPKIYDISSDMTVNEGTNVSLICLATGKPEPSISWRHISPSAKQFGSGQYLDIYGITRDQAGDYECSAE

NDVSFPDVKKVKVTVNFAPTILEITPTGVSLGRTGLIRCETAAVPAPVFEWYKGEKKLTNGQRGIRIQNY

NTRSILTVSNVTEEHFGNYTCVAVNKLGTSNASLPLNQIIEPSTTSPVTSSAKYSVKHYARSSSDKPHYAA

PSTAQYGITGRAEILFSCWYLVLTLSSFTSIIYLKNAIIQ 

OPCML-
ANOLIS 

289 
98.
6 

MDNVTVKQGESATLRCTVDDRVTRVAWLNRSTILYAGNDKWSIDDRVVILTNTKTQYSIMIHNVDIYD

EGPYTCSVQTDNHPKTSRVHLIVQVPPQIINITSDIAVNEGSSVTLLCLAFGRPEPTVTWKHLSGKGQGFI

SDDEYLEITGITRDQSGEYECAAVNDVAAPDIRRVKVTVNYPPSISNPRNTGVSVGQKGILRCEASAVPV

AEFQWFKEETRLANGLDGVRIENKGRMSTLTFFNVSEKDYGNYTCVAINKLGNTNASIILYEISQPTALA

GPGAVHDGNSAASRAMACLWLSGTLFLYFLLKF 

NEGR1-
GORILLA 

266 
89.
1 

CYLEDGASKGAWLNRSSIIFAGGDKWSVDPRVSISTLNKRDYSLQIQNVDVTDDGPYTCSVQTQHTPRT

MQVHLTVQVPPKIYDISNDMTVNEGTNVTLTCLATGKPEPSISWRHISPSAKPFENGQYLDIYGITRDQA

GEYECSAENDVSFPDVRKVKVVVNFAPTIQEIKSGTVTPGRSGLIRCEGAGVPPPAFEWYKGEKKLFNG

QQGIIIQNFSTRSILTVTNVTQEHFGNYTCVAANKLGTTNASLPLNPPSTAQYGITGSADVLFSCWYLVLT

LSSFTSIFYLKNAILQ 

OPCML-

MUS 
290 

71.

2 

MDNVTVRQGESATLRCTIDDRVTRVAWLNRSTILYAGNDKWSIDPRVIILVNTPTQYSIMIQNVDVYDE

GPYTCSVQTDNHPKTSRVHLIVQVPPQIMNISSDITVNEGSSVTLLCLAIGRPEPTVTWRHLSVKEGQGFV

SEDEYLEISDIKRDQSGEYECSALNDVAAPDVRKVKITVNYPPYISKAKNTGVSVGQKGILSCEASAVPM

AEFQWFKEDTRLATGLDGVRIENKGRISTLTFFNVSEKDYGNYTCVATNKLGNTNASITLYEISPSSAVA

GPGAVIDGVNSASRALACLWLSGTFFAHFFIKF 

LSAMP-

MUS 
316 

60.

6 

MVGRVQPDRKQLPLVLLRLLCLLPTGLPVRSVDFNRGTDNITVRQGDTAILRCVVEDKNSKVAWLNRS

GIIFAGHDKWSLDPRVELEKRHALEYSLRIQKVDVYDEGSYTCSVQTQHEPKTSQVYLIVQVPPKISNISS

DVTVNEGSNVTLVCMANGRPEPVITWRHLTPLGREFEGEEEYLEILGITREQSGKYECKAANEVSSADV

KQVKVTVNYPPTITESKSNEATTGRQASLKCEASAVPAPDFEWYRDDTRINSANGLEIKSTEGQSSLTVT

NVTEEHYGNYTCVAANKLGVTNASLVLFSKYAKTEPDSMQVIEFLHIDLKSIRHPLKVNPIQK 

NEGR1-

HUMAN 
297 

42.

5 

MDMMLLVQGACCSNQWLAAVLLSLCCLLPSCLPAGQSVDFPWAAVDNMMVRKGDTAVLRCYLEDG

ASKGAWLNRSSIIFAGGDKWSVDPRVSISTLNKRDYSLQIQNVDVTDDGPYTCSVQTQHTPRTMQVHLT

VQVPPKIYDISNDMTVNEGTNVTLTCLATGKPEPSISWRHISPSAKPFENGQYLDIYGITRDQAGEYECSA

ENDVSFPDVRKVKVVVNFAPTIQEIKSGTVTPGRSGLIRCEGAGVPPPAFEWYKGEKKLFNGQQGIIIQN

FSTRSILTVTNVTQEHFGNYTCVAANKLGTTNASLPLNHKKEVSS 

NEGR1-
ANOLIS 

290 
34.
8 

MPWSVDFPGTAVDSLVVRKGDTAVLRCYLEDGASKGAWLNRSSIIFAGGDKWSVDPRVSIATANKREY

SLQIQDVDVSDDGPYTCSVQTQHTPRTMQVYLTVKVSPKISHISNDIVVNEGSNVTLACLATGKPDPSIS

WRHISPSAKPFENGQYLDIYGITRDQAGEYECSAENDVSVPDVKKVKVTVNFSPTIQEIKSSGVTLGGPG

FIRCESAGVPSPAFEWYKGERRLINGQQGITIKSFSSRSFLNFNNVTEEHFGNYTCIAANKLGTTNASLLL

NPPSTTQLGITGGAEVLLSCWYLVLTLSSYTSIMYLKNIILQ 

LSAMP-
HUMAN 

331 11 

MVRRVQPDRKQLPLVLLRLLCLLPTGLPVRSVDFNRGTDNITVRQGDTAILRCVVEDKNSKVAWLNRS

GIIFAGHDKWSLDPRVELEKRHSLEYSLRIQKVDVYDEGSYTCSVQTQHEPKTSQVYLIVQVPPKISNISS

DVTVNEGSNVTLVCMANGRPEPVITWRHLTPTGREFEGEEEYLEILGITREQSGKYECKAANEVSSADV

KQVKVTVNYPPTITESKSNEATTGRQASLKCEASAVPAPDFEWYRDDTRINSANGLEIKSTEGQSSLTVT

NVTEEHYGNYTCVAANKLGVTNASLVLFKRVLPTIPHPIQEIGTTVHFKQKVQSSIHLDTESNLFHLGVE

NLDLAC 
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Table 2 supplementary. Functional Divergence Parameters –Test I 

 
 IGLON

5/NEG

R1 

IGLON5/IN

VERTEBRA

TES 

IGLON

5/LSA

MP 

IGLON

5/OPC

ML-

NTM 

NEGR1/IN

VERTEBR

ATES 

NEGR

1/LSA

MP 

NEGR1

/OPCM

L-NTM 

INVERTEB

RATES/LS

AMP 

INVERTEB

RATES/OPC

ML-NTM 

LSAM

P/OPC

ML-

NTM 

MFE

Θ 

0.44 0.43 0.46 0.44 0.11 0.23 0.61 0.10 0.44 0.35 

MFE

SE 

0.127 0.179 0.128 0.126 0.170 0.119 0.138 0.168 0.184 0.126 

MFE

RX 

0.312 0.236 0.301 0.315 0.362 0.418 0.214 0.365 0.228 0.355 

MFE

RMA

X 

0.563 0.420 0.566 0.567 0.407 0.54 0.550 0.409 0.410 0.552 

MFE

ZS 

-3.950 -2.594 -4.148 -3.977 -0.663 -2.146 -5.034 -0.645 -2.544 -3.142 

ΘML 0.400 0.388 0.332 0.1936 0.013 0.176 0.458 0.035 0.483 0.188 

αML 0.671 1.765 0.627 0.763 2.026 0.696 0.857 2.132 2.019 0.822 

ΘSE 0.1021 0.142 0.091 0.066 0.165 0.110 0.099 0.187 0.150 0.081 

LRT

THE

TA 

15.40 7.374 13.13 8.417 0.006 2.538 21.242 0.035 10.35 5.36 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 


